: The average − log 10 (p − value) together with standard errors of six rank aggregation methods: Endeavour, C-GI Endeavour, GR Endeavour, RRA, CGI RRA, and GR RRA based on the Compendium expression data and DIP interactions. The x-axis shows the selected 18 GO function terms and the y-axis indicates − log 10 (p − value) from the different methods. Higher value corresponds to better performance. Figure S2 : The average − log 10 (p − value) together with standard errors of six rank aggregation methods: Endeavour, C-GI Endeavour, GR Endeavour, RRA, CGI RRA, and GR RRA based on the Compendium expression data and MIPS interactions. The x-axis shows the selected 18 GO function terms and the y-axis indicates − log 10 (p − value) from the different methods. Higher value corresponds to better performance.
Figures S9-S16 show the effects of randomized gene labels on the performance of CGI Endeavour and CGI RRA based on the different gene expression and protein interaction data. Figure S3 : The average − log 10 (p − value) together with standard errors of six rank aggregation methods: Endeavour, C-GI Endeavour, GR Endeavour, RRA, CGI RRA, and GR RRA based on the Stress expression data and BioGRID interactions. The x-axis shows the selected 18 GO function terms and the y-axis indicates − log 10 (p − value) from the different methods. Higher value corresponds to better performance. Figure S4 : The average − log 10 (p − value) together with standard errors of six rank aggregation methods: Endeavour, C-GI Endeavour, GR Endeavour, RRA, CGI RRA, and GR RRA based on the Stress expression data and DIP interactions. The x-axis shows the selected 18 GO function terms and the y-axis indicates − log 10 (p − value) from the different methods. Higher value corresponds to better performance. Figure S5 : The average − log 10 (p − value) together with standard errors of six rank aggregation methods: Endeavour, C-GI Endeavour, GR Endeavour, RRA, CGI RRA, and GR RRA based on the Stress expression data and MIPS interactions. The x-axis shows the selected 18 GO function terms and the y-axis indicates − log 10 (p − value) from the different methods. Higher value corresponds to better performance. Figure S6 : The average − log 10 (p − value) together with standard errors of six rank aggregation methods: Endeavour, C-GI Endeavour, GR Endeavour, RRA, CGI RRA, and GR RRA based on the Cell Cycle expression data and BioGRID interactions. The x-axis shows the selected 18 GO function terms and the y-axis indicates − log 10 (p − value) from the different methods. Higher value corresponds to better performance. Figure S9 : The effects of randomized gene labels on the performance of CGI Endeavour and CGI RRA based on the Compendium expression and the DIP network. The x-axis is − log 10 (p − value) from the original method. The y-axis is − log 10 (p−value) from the methods incorporating network information. Figure S10 : The effects of randomized gene labels on the performance of CGI Endeavour and CGI RRA based on the Compendium expression and the MIPS network. The x-axis is − log 10 (p−value) from the original method. The y-axis is − log 10 (p−value) from the methods incorporating network information. Figure S11 : The effects of randomized gene labels on the performance of CGI Endeavour and CGI RRA based on the Stress expression and the BioGRID network. The x-axis is − log 10 (p − value) from the original method. The y-axis is − log 10 (p−value) from the methods incorporating network information.
Figures S17-S24 the effect of noise in PPI network on the performance of CGI endeavour and CGI RRA based on different gene expression and protein interaction data. Figure S12 : The effects of randomized gene labels on the performance of CGI Endeavour and CGI RRA based on the Stress expression and the DIP network. The x-axis is − log 10 (p − value) from the original method. The y-axis is − log 10 (p − value) from the methods incorporating network information. Figure S13 : The effects of randomized gene labels on the performance of CGI Endeavour and CGI RRA based on the Stress expression and the MIPS network. The x-axis is − log 10 (p − value) from the original method. The y-axis is − log 10 (p − value) from the methods incorporating network information. Figure S14 : The effects of randomized gene labels on the performance of CGI Endeavour and CGI RRA based on the Cell Cycle expression and the BioGRID network. The x-axis is − log 10 (p−value) from the original method. The y-axis is − log 10 (p−value) from the methods incorporating network information. Figure S16 : The effects of randomized gene labels on the performance of CGI Endeavour and CGI RRA based on the Cell Cycle expression and the MIPS network. The x-axis is − log 10 (p − value) from the original method. The y-axis is − log 10 (p − value) from the methods incorporating network information. 
